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SEQUENCE LISTING 



<110> 


SYNGENTA PARTICIPATIONS 


AG 




<120> 


INSECT RESISTANT COTTON 


PLANTS AND METHODS OF DETECTING THE 


SAME 


<130> 


70325 ' 






<160> 


18 






<170> 


Patentln version 3.1 






<210> 


1 






<211> 


26 






<212> 


DNA 






<213> 


Artificial Sequence 






<220> 








<223> 


COT202 nucleotide motif 






<400> 


1 






aacaaacaca aaatcttttc accagt 




26 



<210> 2 

<211> 26 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> COT202 nucleotide motif 

<400> 2 

ttcccgcctt cagattttct gcaaca 26 



<210> 3 

<211> 23 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> COT202 nucleotide motif 

<400> 3 

ggtgtccatc gggtagtcca taa 23 

<210> 4 

<211> 24 

<212> DNA 

<213> Artificial Sequence. 
<220> 

<223> COT202 nucleotide motif 

<400> 4 

tctatgttac tagatcggga attg 24 



<210> 5 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> COT202 nucleotide motif 
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<400> 5 

gatcggggtc aggaaggtct 20 



<210> 6 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> . COT202 nucleotide motif 
<400> 6 

cagcatcatg aacgagcact 20 



<210> 7 
<211> 290 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> COT202 nucleotide motif 
<400> 7 

gacaaggaca gcttgagcga ggtgatctac ggcgacatgg acaagctgct gtgtccggac 60 
cagagcgagc aaatctacta caccaacaac atcgtgttcc cgaacgagta cgtgatcacc 120 
aagatcgact tcaccaagaa gatgaagacc ctgcgctacg aggtgaccgc caacttctac 180 
gacagcagca ccggcgagat cgacctgaac aagaagaagg tggagagcag cgaggccgag 240 
taccgcaccc tgagcgcgaa cgacgacggc gtctacatgc cactgggcgt 290 



<210> 8 

<211> 4382 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> COT202 nucleotide motif 

<400> 8 



gatttggagc 


caagtctcat 


aaacgccatt gtggaagaaa 


gtcttgagtt 


ggtggtaatg 


60 


taacagagta 


gtaagaacag 


agaagagaga gagtgtgaga 


tacatgaatt 


gtcgggcaac 


120 


aaaaatcctg 


aacatcttat 


tttagcaaag agaaagagtt 


ccgagtctgt 


agcagaagag 


180 


tgaggagaaa 


tttaagctct 


tggacttgtg aattgttccg cctcttgaat acttcttcaa 


240 


tcctcatata 


ttcttcttct 


atgttacctg aaaaccggca 


tttaatctcg 


cgggtttatt 


300 


ccggttcaac 


attttttttg 


ttttgagtta ttatctgggc 


ttaataacgc aggcctgaaa 


360 


taaattcaag 


gcccaactgt 


tttttttttt aagaagttgc 


tgttaaaaaa 


aaaaaaaggg 


420 


aattaacaac 


aacaacaaaa 


aaagataaag aaaataataa 


caattacttt 


aattgtagac 


480 


taaaaaaaca 


tagattttat 


catgaaaaaa agagaaaaga 


aataaaaact 


tggatcaaaa 


540 
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aaaaacatac 


agatcfctcta 


attattaact 


tttcttaaaa attaggtcct 


ttttcccaac 


600 


aattaacrttt 


aaaottttao 


aattaaacca 


aaaagattgt tctaaaaaat 


actcaaattt 


660 


cicrt aaa t aa cr 




tfcaafcfcaafcc 


aataataaat acttttfcttt 


cthtfcctfcta 


720 


U L.dy dy Uciy d 


4- f*arraa hrhh 
L. LayaaLL L. L. 


4- 4- a fnrraflo 


t"att*crat*aaa hfaaahraan 

LOLLyauaaa u Lada LUaay 


aanafaaarh 
ddyaUadau L. 


t OK) 


a4-r^:a4-aa4-i*'*a 


a a rra aot"f 

acatyaaatt 


adaayaaaaa 


hrhrahaf-af arr4-a4-4-arr4-a 

LcutdLdtdt agtatLagua 


ttccctacat 


q a n 


acaucacy at 


f>nnf i-af fTif 

ugcttattCL 


4- a a 4- /t/-t("t4- 4" rt 

taacgggucg 


rrnffaapnaa na/taVa/vi'^t* 

ggLtaaccaa gacacagccu 


uaacggaaag 


you 


aacctcutcc 


gaacctutcc 


ctuattgacc 


aaactctccc auagaaaaga 


aagaaaccac 


960 


t t gaggaaaa 


gtatafcacaa 


aaagaaaaat 


agaaaaaugt cagegaagea 


gatgtaatgg 


1020 


afcgacctaafc 


ccaaccacca 


ccacaggacg 


uut.cca.cctg agucggucux 


t taaaaaege 


i A o n 
108 0 


acggtggaaa 


atatgacacg 


tatcatatga 


CucccuCCtu tagrxtegtg 


ataataatcc 


1140 


tcaaccgata 


CCClCCllll 


4- 4- t-nt- 4-4- t-rrrr 


ctaaagacat cttautctca 


tcaacagaaa 


i o n n 
00 


^ r** r*rr* im A* 4» 4* 

agacggcutx 


gggcutttgg 


4- 4- ♦* n/irrq 4- n 4~ 

ufcugcgauat 


aaagaagacc ut-cgugugga 


agataataat 


1260 


4-~-«,+.,_~-4-4-+>/-« 

LcaccctuLC 


/-r4- <-•♦- f - 4-4-4-<-» 4- 


gaccctLcaa 


tctcccccaa agcccaaagc 


gacccccgca 


1320 


aacc ccccgc 


*ra ^ 4* «4- /*t4- *~»4* 

gactcccLcc 


4- 4" a a r-r/— » 4" a 4~ 

LLcaaygtat 


at-M-hrt-rraf 4- r* 4- 4- 4- 4- 4- n 4- 4- 

atLLLCuyaL cccctttyuL 


4-4>4-rra(-4*n/^4> 


i «a o a 
1 j oO 


atcuydLctc 


— 4- «- 4-4-4- ,-»*- 


4»a4» rr4* fvia 4— ^ 
w 3 


aft-naaf nf f l-f nfaf'aaaf 

ri u "~ g ^ accLL Luguacaaat 


LyCtLLtyaC 


1440 


a a 4* s ^ ^ / 1 1 

aaLaLLgLtc 


f*r 4- 4— 4- r^mrf- /** a a 

ycctbyLLaa 


4- /** ^-f y-i 4— 4— 
(.LLdytLUCt 


a a a» 4- 4™ ♦* *r ^» 4»«^ ^ 4" ^ ^i4" a 

aadLtttguC CtyattaCta 


agatatcgat 


1 C A A 

lo UU 


/'T 4 * ~% 4* /"v 4* 4* 

tcgcagtyLt 


4~~ —> — \ 4— /*r 4— At4- 

tacacctyug 


taatttctLy 


ctcgatiLyLy aaauuaggati 


^ ^ 4~ ^"1 **€**€ •** 

vwic aaggac 


T C C A 

lib', 1 


^ s>v^ a 4- 4- a 

gatctatuca 


atttctyugL 


4- 4- 4- r» +■ 4- 4- n 4- 4- 


nna 4- 4- /•« 4- r»4* /*» 4- /-r4- 4- 4- 4~ rrrri- 

cyautcuccc tgLLLtaggt 


4-4- -.4- 4- a4-rTf* 4- 


1620 


4- ' — * /-* 4- »»i /in 4- 4— 

cagatccgtL 


A_ — i, — *- *m *- mJ. 

uctctttggt 


rr 4- 4-^4- 4- 4-4-rrra 

gt tgctcuga 


4- 4- 4- r* \r r* 4- 4* -a ^n / >i4-4-4 , t>n'^4> 

Cuccccccac ggcLLUcgat 


ttggtatatg 


1 f O A 

1680 


LtcgcugatL 


yytttCCaCL 


4- n f- ♦* r« f- a 4- 4- n 

uy t. Lccac. ug 


4-4-4-4— a4"l"4"<-«ia rtnfnrral*ri^a 

LLucauLLca ggL.gydU.cca 


ccacgaacaa 


*l *7 y» A 
1/40 


yaacaacacc 


aayCLyayca 


cccgcycccc 


yccgagcttc atcgaccacu 


4* **+ *3 ^ ****** ** 4* 

ccaacggcau 


1 D A A 
1800 


a r*r\t i ^ 4- 4- /** 

ctacygcttc 


d^f^t^a r^/~iri a 

y^Laucyyua 


Luaayyatdt. 


a 4^ *^ a a a #-» a 4-/^4-4- 

LdcyddLdty dLCtLCadya 


ccgacaccgg 


I860 


Cy yuydCC uy 


cti_.i-.UL.yyci.L-y 


ayaLLLLyda 


rraa/^canpan 4- rro 4- rta a r*ci 
yddt-tdycdg ctyctyddcy 


acatcagegg 


1 Qon 
1^20 


eddy i- uyydo 


yy uy LyaaLy 


yv-ayLL.L.yaa 


iiyduuuyaut yLLtdyyyLd 


dcctyaacac 




cgagctgagc 


aaggagatcc 


ttaagatege 


caacgagcag aaccaggtgc 


tgaacgacgt 


2040 


gaacaacaag 


ctggacgcca 


tcaacaccat 


getgegegtg tacctgccga 


agatcaccag 


2100 


catgctgagc 


gacgtgatga 


agcagaacta 


cgccctgagc ctgeagateg 


agtacctgag 


2160 


caagcagctg 


caggagatca 


gegacaaget 


ggacatcatc aacgtgaacg 


tcctgatcaa 


2220 


cagcaccctg 


accgagatca 


ccccggccta 


ccagcgcatc aagtacgtga 


acgagaagtt 


2280 


cgaagagctg 


accttcgcca 


ccgagaccag 


cagcaaggtg aagaaggacg 


gcagcccggc 


2340 
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y dc_y dy t- uy d 


uuy dy^L.ydu> 


CCiaCrr't'CJClCCl ZlZ*nzinr*rxt~nz* 

^yoy^^yy^y aa yayuyLya 


Cuddy aaCy d 


0 An n 


cy uyy acyy c 


tucgoyttct 




i>ULV>^a^MCiv< m uy cl UMU UMM 


yCadCddCCU 


oxen 


gctcggccgc 


agcgcccega 


ay ac eye cay 


*->y ay utyaLL aecaayyaga 


aegtgaagae 


0 c 0 n 


cagcggcagc 


gaggtgggca 


acgtgtacaa 


cctcctgatc gcgctgaccg 


ccctgcaggc 


2580 


ccaggccttc 


ctgaccctga 


ccacctgtcg 


caagctgetg ggcctggccg 


acatcgacta 


2640 


caccagcatc 


atgaacgagc 


acttgaacaa 


ggagaaggag gagttccgcg 


tgaacatcct 


2700 


gccgaccctg 


agcaacacct 


tcagcaaccc 


gaactacgcc aaggtgaagg 


geagegaega 


2760 


ggacgccaag 


atgatcgtgg 


aggctaagee 


gggccacgcg ttgategget 


tcgagatcag 


2820 


caacgacagc 


atcaccgtgc 


tgaaggtgta 


egaggecaag ctgaagcaga 


actaccaggt 


2880 


ggacaaggac 


agcttgagcg 


aggtgatcta 


eggegacatg gaeaagctge 


tgtgtccgga 


2940 


ccagagcgag 


caaatctact 


acaccaacaa 


catcgtgttc ccgaacgagt 


aegtgatcac 


3000 


caagatcgac 


ttcaccaaga 


agatgaagac 


cctgcgctac gaggtgaccg 


ccaacttcta 


3060 


cgacagcagc 


accggcgaga 


tcgacctgaa 


caagaagaag gtggagagca 


gegaggcega 


3120 


gtaccgcacc 


ctgagcgcga 


aegacgaegg 


cgtctacatg ccactgggcg 


tgatcagega 


3180 


n a r« t- n f t" a 






aeggctttgg 


cctgcaggcc gacgagaaca 


gccgcctgat 


3240 


caccctgacc 


tgtaagagct 


acctgcgcga 


getgetgeta gccaccgacc 


tgagcaacaa 


3300 


ggagaccaag 


ctgatcgtgc 


cacegagegg 


ctt cat cage aaeatcgtgg 


agaaeggcag 


33G0 


catcgaggag 


gacaacctgg 


agccgtggaa 


ggccaacaac aagaacgect 


acgtggacca 


3420 


caccggcggc 


gtgaacggca 


ccaaggccct 


gtacgtgcac aaggacggcg 


gcatcagcca 


3480 


gttcatcggc 


gacaagctga 


agecgaagae 


egagtaegtg atccagtaca 


ccgtgaaggg 


3540 


caagccatcg 


attcacctga 


aggacgagaa 


caccggctac atccactacg 


aggacaccaa 


3600 


caacaacctg 


gaggactacc 


agaccatcaa 


caagcgcttc accaccggca 


ccgacctgaa 


3660 


gggcgtgtac 


ctgatcctga 


agagecagaa 


eggegacgag gcctggggcg 


acaacttcat 


3720 


catcctggag 


atcagcccga 


gegagaaget 


gctgagcccg gagctgatca 


acaccaacaa 


3780 


ctggaccagc 


accggcagca 


ccaacatcag 


cggcaacacc ctgaccctgt 


accagggegg 


3840 


ccgcggcatc 


ctgaagcaga 


acctgcagct 


ggacagcttc agcacctacc 


gcgtgtactt 


3900 


cagcgtgagc 


ggcgacgcca 


aegtgegcat 


ccgcaactcc cgcgaggtgc 


tgttcgagaa 


3960 


gaggtacatg 


agcggcgcca 


aggaegtgag 


cgagatgttc accaccaagt 


tcgagaagga 


4020 


caacttctac 


atcgagctga 


gecagggcaa 


caacctgtac ggcggcccga 


tegtgeaett 


4080 


ctacgacgtg 


agcatcaagt 


aggagctcta 


gatccccgga atttccccga 


tegttcaaac 


4140 
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atttggcaat aaagtttctt aagattgaat cctgttgccg gtcttgcgat gattatcata 4200 

taatttctgt tgaattacgt taagcatgta ataattaaca tgtaatgcat gacgttattt 4260 

atgagatggg tttttatgat tagagtcccg caattataca tttaatacgc gatagaaaac 4320 

aaaatatagc gcgcaaacta ggataaatta tcgcgcgcgg tgtcatctat gttactagat 4380 

eg 4382 



<210> 9 

<211> 789 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> VIP3A protein motif 

<400> 9 

Met Asn Lys Asn Asn Thr Lys Leu Ser Thr Arg Ala Leu Pro Ser Phe* 
1 5 10 15 

lie Asp Tyr Phe Asn Gly lie Tyr Gly Phe Ala Thr Gly lie Lys Asp 
20 25 30 

lie Met Asn Met lie Phe Lys Thr Asp Thr Gly Gly Asp Leu Thr Leu 
35 40 45 

Asp Glu lie Leu Lys Asn Gin Gin Leu Leu Asn Asp lie Ser Gly Lys 
50 55 60 

Leu Asp Gly Val Asn Gly Ser Leu Asn Asp Leu lie Ala Gin Gly Asn 
65 70 75 80 



Leu Asn Thr Glu Leu Ser Lys Glu lie Leu Lys lie Ala Asn Glu Gin 
85 90 95 

Asn Gin Val Leu Asn Asp Val Asn Asn Lys Leu Asp Ala lie Asn Thr 
100 1Q5 110 

Met Leu Arg Val Tyr Leu Pro Lys lie Thr Ser Met Leu Ser Asp Val 
115 120 125 

Met Lys Gin Asn Tyr Ala Leu Ser Leu Gin lie Glu Tyr Leu Ser Lys 
130 135 140 

Gin Leu Gin Glu He Ser Asp Lys Leu Asp lie He Asn Val Asn Val 
145 150 155 160 

Leu He Asn Ser Thr Leu Thr Glu lie Thr Pro Ala Tyr Gin Arg He 
165 170 175 

Lys Tyr Val Asn Glu Lys Phe Glu Glu Leu Thr Phe Ala Thr Glu Thr 
180 185 190 

Ser Ser Lys Val Lys Lys Asp Gly Ser Pro Ala Asp He Leu Asp Glu 
195 200 205 
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Leu Thr Glu Leu Thr Glu Leu Ala Lys Ser Val Thr Lys Asn Asp Val 
210 215 220 

Asp Gly Phe Glu Phe Tyr Leu Asn Thr Phe His Asp Val Met Val Gly 
225 230 235 " 2 40 

Asn Asn Leu Phe Gly Arg Ser Ala Leu Lys Thr Ala Ser Glu Leu He 
245 250 255 

Thr Lys Glu Asn Val Lys Thr Ser Gly Ser Glu Val Gly Asn Val Tyr 
260 265 270 

Asn Phe Leu He Val Leu Thr Ala Leu Gin Ala Gin Ala Phe Leu Thr 
275 280 285 

Leu Thr Thr Cys Arg Lys Leu Leu Gly Leu Ala Asp He Asp Tyr Thr 
290 295 300 

Ser He Met Asn Glu His Leu Asn Lys Glu Lys Glu Glu Phe Arg Val 
305 310 315 320 

Asn He Leu Pro Thr Leu Ser Asn Thr Phe Ser Asn Pro Asn Tyr Ala 
325 330 335 

Lys Val Lys Gly Ser Asp Glu Asp Ala Lys Met He Val Glu Ala Lys 
340 345 350 

Pro Gly His Ala Leu He Gly Phe Glu He Ser Asn Asp Ser He Thr 
355 360 365 

Val Leu Lys Val Tyr Glu Ala Lys Leu Lys Gin Asn Tyr Gin Val 'Asp 
370 375 380 

Lys Asp Ser Leu Ser Glu Val He Tyr Gly Asp Met Asp Lys Leu Leu 
385 390 395 " • 400 

Cys Pro Asp Gin Ser Glu Gin He Tyr Tyr Thr Asn Asn He Val Phe 
405 410 415 

Pro Asn Glu Tyr Val He Thr Lys He Asp Phe Thr Lys Lys Met Lys 
420 425 430 

Thr Leu Arg Tyr Glu Val Thr Ala Asn Phe Tyr Asp Ser Ser Thr Gly 
435 440 ' 445 

Glu He Asp Leu Asn Lys Lys Lys Val Glu Ser Ser Glu Ala Glu Tyr 
450 455 460 



Arg Thr Leu Ser Ala Asn Asp Asp Gly Val Tyr Met Pro Leu Gly Val 
46 5 470 475 480 

He Ser Glu Thr Phe Leu Thr Pro He Asn Gly Phe Gly Leu Gin Ala 
485 490 * 495 

Asp Glu Asn Ser Arg Leu He Thr Leu Thr Cys Lys Ser Tyr Leu Arg 
500 505 510 

Glu Leu Leu Leu Ala Thr Asp Leu Ser Asn Lys Glu Thr Lys Leu He 
515 520 525 
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Val Pro Pro Ser Gly Phe He Ser Asn He Val Glu Asn Gly Ser He 
530 535 540 

Glu Glu Asp Asn Leu Glu Pro Trp Lys Ala Asn Asn Lys Asn Ala Tyr 
545 550 555 SSO 

Val Asp His Thr Gly Gly Val Asn Gly Thr Lys Ala Leu Tyr Val His 
565 570 575 

Lys Asp Gly Gly He Ser Gin Phe He Gly Asp Lys Leu Lys Pro Lys 
580 585 590 

Thr Glu Tyr Val He Gin Tyr Thr Val Lys Gly Lys Pro Ser He His 
595 600 605 

Leu Lys Asp Glu Asn Thr Gly Tyr He His Tyr Glu Asp Thr Asn Asn 
610 615 620 



Asn Leu Glu Asp Tyr Gin Thr He ASn Lys Arg Phe Thr Thr Gly Thr 

625 630 635 640 

Asp Leu Lys Gly Val Tyr Leu He Leu Lys Ser Gin Asn Gly Asp Glu 

645 650 655 

Ala Trp Gly Asp Asn Phe He He Leu Glu He Ser Pro Ser Glu Lys 

660 665 670 

Leu Leu Ser Pro Glu Leu He Asn Thr Asn Asn Trp Thr Ser Thr Gly 



Ser Thr Asn He Ser Gly Asn Thr Leu Thr Leu Tyr Gin Gly Gly Arg 
690 695 700 

Gly He Leu Lys Gin Asn Leu Gin Leu Asp Ser Phe Ser Thr Tyr Arg 
70S 710 715 720 

Val Tyr Phe Ser Val Ser Gly Asp Ala Asn Val Arg He Arg Asn Ser 
725 730 735 

Arg Glu Val Leu Phe Glu Lys Arg Tyr Met Ser Gly Ala Lys Asp Val 
740 745 750 

Ser Glu Met Phe Thr Thr Lys Phe Glu Lys Asp Asn Phe Tyr He Glu 
755 760 765' 

Leu Ser Gin Gly Asn Asn Leu Tyr Gly Gly Pro He Val His Phe Tyr 
770 775 780 



Asp Val Ser He Lys 
785 



<210> 10 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> COT202 nucleotide motif 



WO 2005/054479 PCT/EP2004/0 12662 

-8- 



<400> 10 

ggtccctgga tacggtgtca 20 

<210> 11 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> COT202 nucleotide motif 

<400> 11 

ttgagggttg gatcctttgc 20 

<210> 12 

<211> 26 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> COT202 nucleotide motif 
<220> 

<221> modif iedjbase 

<222> (1)..(1) 

<223> VIC label at 5' end 

<220> 

<2 2 1> modif ied_base 

<222> (26).. (26) 

<223> TAMRA label at 3 1 end 

<400> 12 

caccaacatc atcaatggtg gcatcg 26 

<210> 13 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> COT202 nucleotide motif 

<400> 13 

ggaatgtggc gaatggtgat 20 

<210> 14 

<211> 18 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> COT202 nucleotide motif 

<400> 14 

tgtcgtttcc cgccttca 18 



<210> 15 
<211> 29 
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<212> 

<213> Artificial Sequence 
<220> 

<223> COT202 nucleotide motif 
<220> 

<221> modif ied__base 

<222> (1)..(1) 

<223> FAM label at 5 ■ end 

<220> 

<221> modif ied_base 

<222> (29) . . (29) 

<223> TAMRA label at 3» end 

<400> 15 

caaattgccc atttcattca tccaaaagc 



<210> 16 

<211> 23 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> COT202 nucleotide motif 

<400> 16 

ggtgtccatc gggtagtcca taa 



<210> .17 

<211> 24 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> COT202 nucleotide motif 

<400> 17 

tgagtaggag atgtaagttg gcgc 



<210> 18 

<211> 24 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> COT202 nucleotide motif 
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29 



23 



24 • 



<400> 18 

tctatgttac tagatcggga attg 



24 



